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< 1 4 0 > 
<14 1> 

<15C> 60/096,342 
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<16C> 8 
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<210> 
<211> 
<212> 
<213> 



1274 
DNA 

Zea rr.ays 



<400> 1 
gcacgagcac 
tcaggtat tg 
caag^atgttg 
tct tccgaaa 
aaaccagcat 
cgct gat gga 
caaaa aaagc 
aagacctgaa 
t aaccaggag 
tgatgaaaaa 
cgaggcggca 
agacgat tgc 
gt ctgt t gaa 
aactact ggc 
cacatccaac 
gacaatt tct 
tttcctgtca 
tctggt aaat 
ct accacga t 

tgt tctcaac 
aaaaaaaaaa 



ctcrgagcct 
gcagcataaa 
tggcgcgcag 
ctgt at caac 
ct t ccacgat 
ggagctaatc 
accagaaata 
gt a a aa c t g t 
acaacagat c 
ccaaatctct 
aa ta tcaatg 
t tgatccgac 
ggaccccat t 
ct gaaatgga 
attgtgcagt 
ctgcgaaatc 
agtggcaacc 
aaat accat c 
ct t gaactgc 
agt t gtat aa 
agt t caaaaa 
aaaa 



caagccct ca 
gt gtt agat t 
t acgcagtat 
ct gt caacaa 
t catgcctcg 
atatttttiga 
a g t a g t ^ c c 
tctactctag 
tacacaaatg 
gtgtacttgt 
tt ctgt at ct 
1 1 ct tccgag 
gtgggcttt t 
a t ctaagtga 
cggagaaagt 
tgacataagc 
aagctcttgt 
tgatgacaaa 
tgatgaat ta 
ctgtattgt t 
aaaaaaaaaa 



acctccctct 

ggatgtaata 
accagtcaag 
actctgggat 
tgagatgtat 
agaaa t aa 1 1 
tcagggatcc 
tat t tct cga 
tactggagca 
gt t t tcggac 
aacacatcgc 
ccctgt tgga 
at caaagatg 
aactgtagaa 
agtt cctagt 
acagccact t 
tcgat gaggt 
tgtgaataac 
gtact tgcaa 
aaaaaaaaaa 



tcggcgcgta 

tgaggt accc 

atgcattctt 

aact at get t 

catgcaaact 

caga t aacca 

gaaggggaca 

aaaatttctg 

atccatcatt 

ctaggtggaa 

atgaggat tg 

catgagct tt 

gcaccat caa 

agat ttggga 

tctgatgcag 

ttgttatctt 

ttgtgtttat 

ct ca teat t a 

acgagcaggc 

cggggtttct 

aaaaaaaaaa 



acgtcagt cc 
ct t caaaggt 
cgagt t tcct 
tagt tgttct 
tgaggatct g 
atga tgaaga 
t ggat t eta t 
a t aagt caca 
gtacgcct ga 
ggtttgatca 
tcct cctat c 
atat tgagtc 
csiagcacaac 
gcatgataag 
atctcttgtg 
ttttcttctc 
gagt tgtgtg 
gacaggatgt 
atgatggttg 
tgtataaaat 
aaaaataaaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1274 



<210> 2 

<211> 267 

<212> PRT 

<213> Zea mays 

<400> 2 

Met Leu Trp Arg Ala Val Arg Ser Met Asp Val lie Met His Ser Ser 

15 10 15 



Ser Phe Leu Leu Pro Lys Leu Tyr Gin Pro Val Asn Lys Pro Val Lys 
20 25 30 



1 



l^^fc Leu Asn Gin His Leu Pro Arg ^l^^€ 



Asn Tyr Ala Leu Val^^^ Leu Asn Gin His Leu Pro Arg P^^Met Pro 

35 4Q 45 

Arg Leu Trp Asp His Aia Asn Leu Arg lie Cys Ala Asp Gly Gly Ala 
50 55 60 

Asn His lie Phe Asp Glu Met Tyr Gin He Thr Asn Asp Glu Asp Lys 
65 70 75 ' ' 80 

Lys Ser Thr Arg Asn Lys Tyr Val Pro Glu He He Glu Gly Asp Met 
85 90 95 

Asp Ser He Arg Fro Glu Val Lys Leu Phe Tyr Ser Ser Gin Gly Ser 
IOC 105 110 

Lys He Ser .Asp Lys Ser His Asn Gin Glu Thr Thr Asp Leu His Lys 
115 120 125 

Cys He Ser Arg He His His Cys Thr Pro Asp Asp Glu Lys Pro Asn 
130 135 140 

Leu Cys Val Leu Val Thr Gly Ala Leu Gly Gly Arg Phe Asp His Glu 
145 150 155 160 

Ala Ala Asn He Asn Val Leu Tyr Leu Phe Ser Asp Met Arg He Val 

165 170 175 

Leu Leu Ser Asp A.sp Cys Leu He Arg Leu Leu Pro Arg Thr His Arg 
ISC 185 190 

His Glu Leu Tyr He Glu Ser Ser Val Glu Gly Pro His Cys Gly Leu 
195 2C0 205 

Phe Pro Val Gly Ala Pro Ser Thr Ser Thr Thr Thr Thr Gly Leu Lys 
210 215 220 

Trp Asn Leu Ser Glu Ser Lys Met Arg Phe Gly Ser Met He Ser Thr 

225 230 235 240 

Ser Asn He Val Gin Ser Glu Lys Val Thr Val Glu Ser Asp Ala Asp 
245 250 255 

Leu Leu Trp Thr He Ser Leu Arg Asn Leu Thr 
260 265 

<210> 3 
<211> 545 
<212> DNA 
<213> Zea mays 

<400> 3 

gctttccaag catcaagatc atcctcctat cagacgactg ttcaatcttt ctgctcccta 60 

agacacactc ccacgagatc catattaaga aatcggttga aggtcctcac tgtggtttga 120 

ttccgatggg tggaccgtca gctaccacaa caaccacagg gctccgatgg aatttagata 180 

acaccaacat gatgtatggt ggattgataa gcacatctaa catcgtggat gacgataaag 240 

taacggtgac ttcagattct gatctggttt ggaccatatc gcttcggaat tgagttcaac 300 

ttgtataatt ccatgcccaa attttgtcgc ctcaaattac atgtattcag tttcaatatt 360 

attctgtaac tggtgtgata ttgttttccg ctgcatgtcg ttatgtccat atatqtgaac 420 

ttattcrtca tagtttagga atccagcatc tgccagccaa atgtccccac aatctatatt 480 



2 



aaaa a 



acactttc^^^gt t tgrgca tctgaatatc aat caact^B^tcgaaaaaa 540 

545 



<210> 4 

<211> 96 

<212> ?RT 

<213> Zea Tiavs 



<400> 4 

Phe Ser Ser lie Lys lie lie Leu Leu Ser Asp Asp Cys Ser lie Phe 
- 5 10 ^ 15 



-L J- t= i;^ o 



2 n 



30 



Giu Gly Pro His Cys Gly Leu He Pro Met Gly Gly Pro Ser Ala Thr 
35 40 45 

Thr Thr Thr Thr Gly Leu Arg Trp Asn Leu Aso Asn Thr Asn Met Met 
50 55 ^ 60 

Tyr Gly Gly Leu He Ser Thr Ser Asn He Val Asp Asp Asp Lys Val 
65 70 75 * ' 80 

Thr Val Thr Ser Asp Ser Asp Leu Val Trp Thr He Ser Leu Arg Asn 
8 5 90 95 



<210> 5 

<21i> 945 

<212> DNA 

<2i3> Glycine zv.ax 



< 4 0 0 > 5 

atgcctttcg catatctcaa cctcaaactg 
cctttactcc acaaagttca actgtgcaac 
ccatttatca ttgaggacca cgtcgttgga 
agaggctttg ggaatgtgtt cattttcccc 
gactttgttt ctttgcatcc aatgctaaag 
tatgtagtag aacgtttggg agaggagcat 
gtgatatcat catttggtgc acagattttc 
tttggcataa aggtttatgg aacccagatg 
cacttatgga tagggaagag aagtggtaca 
ctagttgcag gaggactgcc gcatggaatc 
gaagaggaag caggaatacc tagatctatc 
tcatacaaag acattgatgg atatagatac 
aaacttccaa aagatttcat tccgaaaaat 
atccctgtta cacaagttgc agaaatcata 
gctcttgtaa tcattgattt cctgtttcga 
tatttggatc tcctacgaag cttaagaata 

<210> 6 

<211> 314 

<212> PRT 

<213> Glycine max 



ccacacaaca ccgctcaact tatctccaag 60 
cgcgctcctg agaaacaatc tgaattcctt 120 
ttcattcaca aggggtttgt tgagcatttg 180 
aaagataaat ataatggagg cttctacgga 240 
acagctgagg aaagaaccag tgcagttgga 300 
attccaggga tacggaatga gctttaccct 360 
ttttcattag aacgtgctgc agctccttat 420 
aatggctgtg ttgagctgga tgggcagaag 480 
aaatccacat atcctggaat gcttgatgag 540 
aattgtcagc agaatcttgc aaaggaatgt 600 
tctgtcaacg ccataccggt tggtgctgtt 660 
aagagagatg ttctgttctg ttatgatcta 720 
aaagatggag aagttgatag cttcaagttg 780 
cgcaagacac agtttttcaa ggcaaattgc 840 
catggataca tcactcctga atatgatgga 900 
ggagattgct cctga 945 



< 4 0 C > 6 

Met Pro Phe Ala Tyr Leu Asn Leu Lys Leu Pro His Asn Thr Ala Gin 
15 10 15 



3 



Leu lie Ser Lys rro^^ Leu His Lys Val Gin leu Cys P.l^^.rg Ala 

20 25 30 

Pro Glu Lys Gin Ser Glu Fhe Leu Pro Phe lie lie Glu Asp His Val 
35 40 45 

Val Gly Phe lie Kis Lys Gly Phe Val Glu His Leu Arg Gly Phe Gly 
50 55 60 

Asn Val Phe lie Phe Pro Lys Asp Lys Tyr Asn Gly Gly Phe Tyr Gly 
65 70 75 80 

Asp Phe Val Ser Leu His Pro Met Leu Lvs Thr Ala Glu Glu Arg Thi. 

85 90 95 

Ser Ala Val Gly Tyr Val Val Glu Arg Leu Gly Glu Glu His lie Pro 
100 105 110 

Gly lie Arg Asn Glu Leu Tyr Pro Val lie Ser Ser Phe Gly Ala Gin 
115 120 125 

lie Phe Phe Ser Leu Glu Arg Ala Ala Ala Pro Tyr Phe Gly lie Lys 
130 135 140 

Val Tyr Gly Thr Gin Met Asn Gly Cys Val Glu Leu Asp Gly Gin Lys 
145 150 155 160 

His Leu Trp lie Gly Lys Arg Ser Gly Thr Lys Ser Thr Tyr Pro Gly 
165 170 175 

Met Leu Asp Glu Leu Val Ala Gly Gly Leu Pro His Gly lie Asn Cys 
18 0 155 190 

Gin Gin Asn Leu Ala Lys Glu Cys Glu Glu Glu Ala Gly He Pro Arg 
195 200 205 

Ser He Ser Val Asn Ala lie Pro Val Gly Ala Val Ser Tyr Lys Asp 
210 215 220 

He Asp Gly Tyr Arg Tyr Lys Arg AsD Val Leu Phe Cys Tyr Asp Leu 
225 230 235 240 

Lys Leu Pro Lys Asp Phe He Pro Lys Asn Lys Asp Gly Glu Val Asp 
245 250 255 

Ser Phe Lys Leu He Pro Val Thr Gin Val Ala Glu He He Arg Lys 

260 265 270 

Thr Gin Phe Phe Lys Ala Asn Cys Ala Leu Val He He Asp Phe Leu 
275 280 285 

Phe Arg His Gly Tyr He Thr Pro Glu Tyr Asp Gly Tyr Leu Asp Leu 
290 295 ^ 300 

Leu Arg Ser Leu Arg He Gly Asp Cys Ser 
305 31C 

<210> 7 
<211> 1406 



4 



<212> DNA 

<213> Glycine rr.ax 





<^00> 7 
gcacgagaga 
ggaattgat g 
ttcgctttcr 
cctgctttgg 
rgat gaaatg 
gcct gat gt a 
aaagctggga 
atgtgtggca 
t gt tgctgga 
ccgat tttcc 
aaagaatca t 
ca 1 1 cccat t 
tga tgcagcg 
a gttacagta 
tttacatgt t 
gttccattta 
ct ctgtgaa t 
cagtt t tcaa 
cgt aaatgaa 
aaatcatgtc 
ctact ctgt g 
gatatgggat 
1 1 1 acaagaa 
aaaa a aaaaa 



aaca t ctcgt 
tgtcatt gtt 
ctaaagtacg 
gaccacg-zc 
cct cc 1 1 1 ct 
a 1 1 aaagggg 
actaagat aa 
t acatacgtg 
gcact tggtg 
aacacacgaa 
t gtcataaaa 
gggatgccgt 
at gagt 1 1 1 g 
cagtct gatt 
gcacagtgcc 
aaggccagag 
tgtgggaggg 
agaggt tact 
a t agcagaat 
at gtactat t 
gt tcgggacc 
t ttcaattta 
cgagt t aa t a 
aaaaaaaaaa 



gt caaaagaa 
cgagctttct 
ctctcgt t gt 

aagtgcgagt 
tccctcatca 
acat ggar z c 
1 1 gatgagt c 
acct cacccc 
ggagatttga 
t tatcct tct 
tent: u gt t: ca 
ctggaagct c 
gaggtttaat 
cagatct t ct 
gtgatttt tc 
cr t ctgctga 

tacattcct t 
aagatggcaa 
ttgcttatgc 

a 1 1 accacaa 
gaagaa t gag 
aaattttatt 
aaaaaa 



gcat ctcgtg 
t cttccgccg 
t ctcaaccaa 
t tgtgct ga t 
acaaccttcc 
aa t caggaca 
t catgat cag 
aaatat tgat 
ccatgaga t t 
a t ct ga t ga t 
a tct tct gtt 
t acaaccaca 
aagcacatca 
t tggactatt 
agatct t tga 
cct tt ct tta 
a ggga gt u. 
ggatcagt tg 
aaaa c aaaaa 
a tacagagca 
caggt caa 1 1 
aaattat tat 
atgcatgagt 



tatcgtctcc 
gagaatcct a 
agcct cccga 
ggaggtgcca 
catgt tcgca 
gaagtact tg 
gacaccacag 
ggagcagaac 
ggaaatatra 
tgcctcattc 
gagggtccgc 
ggact caaa t 
aatattgtaa 
t ctat taaga 
taccaattta 
tgtttcat t c 
attctttaat 
cattgtatgt 
cagaaat 1 1 a 
atggactgt t 
at t ct ggt t a 
gt gtgagacg 
t tgaatgcaa 



t aaaaaaaat 

acacgacgt g 
ga 1 1 1 gctcc 
a t agggt gt a 
ccaggt acaa 
acttctatgc 
at ttacacaa 
tatgcat tct 
a-grgctgtg 
acct tct tec 
attgtggtgt 
gggacctcaa 
aaggggaaat 
agct ct agga 
t atgggt ct t 
t ttcaattta 
ataggaagtt 
tattgttatc 
aagaaggaga 
agt t gccgct 
att t ctatgt 
ggct ttgt aa 
aaaaaaaaaa 



60 

120 
180 
240 
300 
360 
420 
480 
5 4 0 
600 
660 
720 
780 
840 
900 
960 
102 0 
1080 
1140 
1200 
1260 
1320 
1380 
1406 



<210> S 

<211> 259 

<212> PRT 

<213> Glycine max 



<400> 8 
Met Glu Leu Met 
1 

Pro Asn Thr Thr 

20 

Asn Gin Ser Leu 
35 

Val Arg Val Cys 
50 

Pro Leu Phe Phe 
65 

Lys Pro Asp Val 



Leu Asp Phe Tyr 

100 

Asp Gin Asp Thr 
115 



Cys His Cys Ser 
5 



Cys Ser Leu Ser 



Pro Arg Phe Ala 
40 

Ala Asp Gly Gly 
55 

Pro His Gin Gin 
70 



lie Lys Gly Asp 
85 



Ala Lys Leu Gly 



Thr Asp Leu His 
120 



Ser Phe Leu Leu 
10 

Leu Lys Tyr Ala 
25 

Pro Leu Leu Trp 



Ala Asn Arg Val 
60 

Pro Ser His Val 
75 

Met Asp Ser He 
90 

Thr Lys He He 

105 

Lys Cys Val Ala 



Pro Pro Glu Asn 
15 

Leu Val Val Leu 
30 

Asp His Ala Gin 
45 

Tyr Asp Glu Met 



Arg Thr Arg Tyr 
80 

Arg Thr Glu Val 
95 

Asp Glu Ser His 

110 

Tyr He Arg Asp 
125 



Leu Thr Pro Asn He Asp Gly Ala Glu Leu Cys He Leu Val Ala Gly 

5 



130 



^ll^ 133 



Ala Leu Gly Giy Arg Phe Asp His Glu lie Gly Asn He Asn Val Leu 

150 . 155 160 

Cys Arg Phe Ser Asn Thr Arg He He Leu Leu Ser Asd Asp Cys Leu 
165 170 175 

He His Leu Leu Pro Lys Asn His Cys His Lys He Phe Val Gin Ser 
180 185 190 

Ser Val Glu Gly Pro His Cys Gly Val He Pro He Gly Met Pro Se- 

195 200 205 

Giy Ser Ser Thr Thr Thr Gly Leu Lys Trp Asp Leu Asn Asp Ala Ala 
210 215 220 

Met Ser Phe Gly Gly Leu He Ser Thr Ser Asn He Val Lys Gly Glu 
225 230 235 240 

He Val Thr Val Gin Ser Asp Ser Asp Leu Leu Trp Thr He Ser Tie 
245 250 ■ 255 

Lys Lys Leu 



6 



